
Text S1: Equations for global fitting to a nucleation-elongation model 

The differential equations describing this system are: 
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where kn, k+ and koff are the rate constants of primary nucleation, elongation and depolymerisation, 

m(t), P(t) and M(t) are the monomer, fibril number and fibril mass concentrations, respectively and 

nc is the reaction order of primary nucleation. For a negligible depolymerisation rate, 𝑘𝑜𝑓𝑓 ≪

𝑘+𝑚0, the closed form solution, based on Oosawa (3), is: 
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where the definitions of the parameters are 

𝜆 =  √2𝑘+𝑘𝑛𝑚0
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𝑃0 (5) 

𝜇 =  √1 + 𝛼2 (6) 

𝑣 =  log(𝛼 + 𝜇) (7) 

where mtot is the total protein mass concentration and P0 and m0 are the initial fibril number and 

monomer concentrations at time t=0. In the unseeded case this depends only on the combined rate 

constant k+kn, not k+ and kn individually. The approximate scaling exponent is: 
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